Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.002 Å; R factor = 0.045; wR factor = 0.112; data-to-parameter ratio = 15.0.
Experimental
Crystal data Monoclinic, P2 1 =c a = 12.2193 (9) Å b = 5.5784 (5) Å c = 10.4885 (7) Å = 91.887 (4) V = 714.55 (10) Å 3 Z = 4 Cu K radiation = 0.60 mm À1 T = 100 K 0.45 Â 0.26 Â 0.06 mm
Data collection
Bruker Kappa APEXII DUO diffractometer Absorption correction: multi-scan (Blessing, 1995) T min = 0.830, T max = 0.965 4190 measured reflections 1413 independent reflections 1116 reflections with I > 2(I) R int = 0.049 Refinement R[F 2 > 2(F 2 )] = 0.045 wR(F 2 ) = 0.112 S = 1.03 1413 reflections 94 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.19 e Å À3 Á min = À0.21 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Data collection: APEX2 (Bruker, 2008) ; cell refinement: SAINT (Bruker, 2008) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: DIAMOND (Brandenburg & Putz, 2005) ; software used to prepare material for publication: SHELXL97. supplementary materials Acta Cryst. (2012) . E68, o3253 [doi:10.1107/S1600536812044467]
Piperidine-1-carboximidamide

Ioannis Tiritiris
Comment 1-Piperidinecarboxamidine, a guanidine derivative bearing one piperidine moiety, is similar to the structurally known compound 4-morpholinecarboxamidine (Tiritiris, 2012) . Our efforts to study guanidines for CO 2 capturing, led to the preparation of the title compound. Because its crystal structure was previously unknown, it was decided to conduct an investigation. According to the structure analysis, the C1-N1 bond in the title compound is 1.3090 (17) Å, indicating double bond character. The bond lengths C1-N2 = 1.3640 (17) Å and C1-N3 = 1.3773 (16) Å are elongated and characteristic for a C-N amine single bond (Fig. 1 ). The N-C1-N angles are: 116.82 (12)° (N2-C1-N3), 119.08 (11)° (N1-C1-N3) and 124.09 (11)° (N1-C1-N2), showing a deviation of the CN 3 plane from an ideal trigonal-planar geometry (Fig. 1) . The structural parameters of the piperidine ring in the here presented title compound agree very well with the data obtained from the X-ray analysis of the urea bis(piperidin-1-yl)methanone (Betz et al., 2011) . In both crystal structures the piperidine rings adopt a chair conformation. In contrast to the structure of 4-morpholinecarboxamidine (Tiritiris, 2012) , only strong N-H···N hydrogen bonds between nitrogen atoms of neighboring molecules ( Fig. 2 
Refinement
The N-bound H atoms were located in a difference Fourier map and were refined freely [N-H = 0.91 (2)-0.94 (2) Å].
The hydrogen atoms of the methylene groups were placed in calculated positions with d(C-H) = 0.99 Å. They were included in the refinement in the riding model approximation, with U(H) set to 1.2 U eq (C).
Computing details
Data collection: APEX2 (Bruker, 2008) ; cell refinement: SAINT (Bruker, 2008) ; data reduction: SAINT (Bruker, 2008) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 supplementary materials sup-2 Acta Cryst. (2012). E68, o3253 (Sheldrick, 2008) ; molecular graphics: DIAMOND (Brandenburg & Putz, 2005) ; software used to prepare material for publication: SHELXL97 (Sheldrick, 2008) .
Figure 1
Molecular structure of the title compound with displacement ellipsoids at the 50% probability level. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (2) 3.090 (1) 177 (1) Symmetry codes: (i) x, −y+1/2, z−1/2; (ii) −x+1, y+1/2, −z+1/2.
